The bulk of the human genome (~98%) is comprised of non-coding sequences. Cis-regulatory elements (CREs) are non-coding DNA sequences that contain binding sites for transcriptional regulators to modulate gene expression. Alterations of CREs have been implicated in various diseases including cancer. While promoters and enhancers have been the primary CREs for studying gene regulation, very little is known about the role of silencer, which is another type of CRE that mediates gene repression. Originally identified as an adaptive immunity system in prokaryotes, CRISPR/Cas9 has been exploited to be a powerful tool for eukaryotic genome editing. Here, we present the use of this technique to delete an intronic silencer in the human RUNX1 gene and investigate the impacts on gene expression in OCI-AML3 leukemic cells. Our approach relies on electroporation-mediated delivery of two preassembled Cas9/guide RNA (gRNA) ribonucleoprotein (RNP) complexes to create two double-strand breaks (DSBs) that flank the silencer. Deletions can be readily screened by fragment analysis. Expression analyses of different mRNAs transcribed from alternative promoters help evaluate promoter-dependent effects. This strategy can be used to study other CREs and is particularly suitable for hematopoietic cells, which are often difficult to transfect with plasmid-based methods. The use of a plasmidand virus-free strategy allows simple and fast assessments of gene regulatory functions.
Introduction
Cis-regulatory elements (CREs) are non-coding DNA sequences that contain binding sites for transcriptional regulators to control gene expression 1, 2 . These elements are typically 100 to 1,000 base pairs (bp) long. Promoters and enhancers are the two most characterized types of CREs. Promoters are present in close proximity to the transcription start sites and constitute the basic unit of transcription. Many genes have more than one promoter and their alternative use contributes to transcriptome diversity and tissue specificity 3, 4 . On the other hand, enhancers activate transcription and can be located upstream, downstream or within introns of the target genes. Enhancers can act from far distance (over a megabase) and independent of orientation 1, 2 . CREs also include silencers and insulators 5, 6 . The former acts oppositely to enhancers to inhibit gene expression by binding to transcriptional repressors, whereas the latter partitions the genome into discrete topologically domains to insulate genes from other CREs from neighboring domains. These elements act in concert with each other through short-and/or long-range chromatin interactions and are organized into regulatory hubs to direct proper spatiotemporal gene expression. Recent advancements in highthroughput sequencing techniques have accelerated the identification and functional annotation of many CREs that have greatly facilitated our understandings of the transcriptional networks that dictate lineage-specific gene expression in different cell and tissue types 7, 8, 9, 10, 11, 12 .
Given the fundamental roles of CREs in regulating transcription, their alterations can lead to aberrant gene expression. It has been shown that CREs are frequently disrupted by genetic and epigenetic changes in different types of human cancers, thereby contributing to tumor initiation, progression and aggressiveness 13, 14 . In addition, CRE-binding factors are often mutated and/or misexpressed in various cancer types, further highlighting the significance of CRE deregulation in oncogenesis 15 . CREs can also be affected by structural aberrations, as exemplified by frequent chromosomal rearrangements of the immunoglobulin heavy (IgH) gene enhancer that result in abnormal activation of the neighboring oncogenes in B-cell lymphomas . However, this approach is challenging for hematopoietic cells, which are often hard to transfect and require lengthy virus-based transduction methods. An alternative approach is direct cellular delivery of preassembled Cas9/gRNA RNP complexes 24 . A common method for the RNP delivery is electroporation, which generates temporary pores in the cell membrane, thus allowing entry of the RNP complexes into the cells 25, 26 . The advantages of this approach include ease of use, reduced off-target effects and stability of the RNP complexes. Here, we describe a protocol of using the RNP delivery method to investigate the transcriptional role of a RUNX1 intronic silencer in the OCI-AML3 leukemia cell line 18 , which was established from the peripheral blood of an AML patient diagnosed with the French-American-British M4 subtype 27 . The protocol includes the design of crRNA, preparation of RNP complexes, electroporation as well as screening and subsequent characterization of the desired clones.
Protocol

Design of crRNA
1. Design two crRNAs, one 5' and the other 3' of the target CRE using a web-based CRISPR design tool 28, 29, 30, 31 . Ensure that a PAM of NGG is located immediately downstream of the target sequence for Cas9 recognition. The design of the two crRNAs (crRNA-1 and crRNA-2) for the deletion of the RUNX1 silencer 18 is shown in Figure 1 .
NOTE:
A crRNA typically contains a 20-mer protospacer that is complementary to the target sequence. 2. Check the presence of single nucleotide polymorphisms (SNPs)/indels in the target and adjacent PAM sequences by entering the genomic locations of the sequences into the search box of an online genome browser (e.g., NCBI 1000 Genomes or UCSC Genome Browser). NOTE: Common SNPs/indels have a minor allele frequency of at least 1% in the general population. 3. Submit the selected crRNA sequences for synthesis with a commercial vendor. Also, purchase the tracrRNA for gRNA duplex formation.
Design of Deletion Screening Primers
1. Design a pair of primers that flank the intended deletion region. Ensure that the primers are at least 50 bp from the Cas9 cleavage sites so that PCR amplification is minimally affected by indels formed at the cleavage sites. 2. Ensure that the amplicon is smaller than 1,200 bp (preferably smaller than 600 bp for better size resolution). Also, label one of the primers with a fluorescent dye (e.g., 6-carboxyfluorescein (6-FAM)) at the 5'-end for the detection. The primers used for screening of the RUNX1 silencer deletion 18 are shown in Figure 1 .
Preparation of Cas9/gRNA RNP Complexes
buffer and mix them by pipetting. 4. Incubate at room temperature for 30 min to allow binding of genomic DNA to the wells. 5. Aspirate the solution from the wells without scraping the well surfaces. Wash the wells with 120 µL of wash buffer. 6. Air dry the wells containing the bound DNA. 7. Prepare 20 µL of PCR mix (2 µL of 10x High Fidelity buffer, 0.8 µL of 50 mM MgSO 4 , 0.4 µL of 10 mM dNTPs, 0.4 µL of 10 µM FAM-labeled forward primer (step 2.2), 0.4 µL of 10 µM unlabeled reverse primer and 0.4 U of Taq DNA polymerase for each sample). NOTE: Prepare a master mix to ensure the addition of standardized amounts of reagents in each sample. 8. Add the PCR mix to each well of the extraction plate and run the reactions in a thermocycler (Conditions: initial 94 °C for 2 min, followed by 35 cycles of 94 °C for 15 s, 56 °C for 30 s and 68 °C for 1 min). 9. Estimate the amount of the products by measuring their concentrations in a selected number of samples using a fluorometer. Dilute all samples with nuclease-free H 2 O to 0.5 ng/µL. 10. Mix 1 µL of the diluted PCR products with 8.5 µL of deionized formamide and 0.5 µL of fluorescent dye-labeled size standard in a 96-well plate compatible with the genetic analyzer. NOTE: Prepare a master mix containing deionized formamide and the size standard. 11. Cover the plate with a plate septa and denature the samples at 95 °C for 3 min in a thermocycler. Do not close the lid of the machine. 12. Perform capillary gel electrophoresis to separate the labeled PCR products as previously described 32 .
13.
After electrophoresis, open the analysis software to analyze the results. 14. Click New Project and select Microsatellite. Then click OK. 15 . Click Add Samples to Project and select the result files (contain the .fsa extension). Then click Add to list to import the files. 16 . In the table showing the selected result files, choose Microsatellite Default in the Analysis Method column. Also, select the size standard used in the Size Standard column. Then click the Analyze icon, enter the experiment name and save the experiment. 17. Click Display Plots to view the results and choose Fragment Analysis in the plot setting. 18. Choose the appropriate colored channels for analysis. Check the orange icon to view the labeled fragments in the size standard to assess the quality of size calling. 19 . Check the blue icon to view the labeled PCR products. Identify the peaks that correspond to the wild-type and mutant (i.e., bearing the expected deletions) products. Estimate the mutant level in each sample by dividing the area under the mutant peak by the sum of the area under the wild-type and mutant peaks. 20. Select multiple cell pools with high levels of the expected deletions for further serial dilutions. 21. Repeat the DNA extraction, fluorescent PCR and capillary electrophoresis steps. Select cell clones with mutant levels >95% representing biallelic deletions for subsequent analyses. 22. Verify the identity of the deletions in the selected clones by Sanger sequencing. NOTE: Pre-designed transcript-specific primer/probe sets are commercially available. 6. Clone DNA fragments containing the specific transcript sequences into plasmid DNA. Prepare a 10-fold dilution series (10 6 to 10 copies) of the recombinant plasmids as standard curves for transcript quantification. 7. Prepare 20 µL of PCR mix (0.5 µL of DNA template, 1 µL of 20x pre-designed TaqMan probe/primer assay and 10 µL of 2x TaqMan PCR Master Mix) for each sample (both cDNA and plasmid standards). Measure each sample in triplicate. NOTE: Prepare a master mix for the real-time PCR. 8. Run the reactions in a real-time PCR machine (Conditions: initial 50 °C for 2 min and 95 °C for 10 min, followed by 40 cycles of 94 °C for 15 s and 60 °C for 1 min). 9. After the amplification, click the Analyze icon in the software to analyze the data. Check the slope and the correlation coefficient of the standard curves to evaluate the efficiency and linearity of the reactions. Ensure that the slopes are between -3.1 and -3.6 and correlation coefficients are greater than 0.99. 10. Normalize the copy number of the target transcripts in each sample with a housekeeping gene (e.g., GAPDH).
Functional Analyses of the Silencer Deletion by Real-time Quantitative RT-PCR Analysis
Representative Results
The aim of this experiment is to delete an intronic silencer in the RUNX1 gene and examine the impacts on RUNX1 transcription in OCI-AML3 cells. The silencer was identified by a combinatorial molecular approach and found to contain a 209 bp core element 18 . To enable more accurate evaluation of this core element in controlling RUNX1 expression, the crRNAs (crRNA-1 and crRNA-2) were designed to target closely to this region 18 (Figure 1) . The predicted Cas9 cleavage sites brought by crRNA-1 and crRNA-2 were 29 bp and 35 bp from the core element, respectively (Figure 1) . It should be noted that while the PAM sites of the two crRNAs reside on opposite strands, DSBs will occur independently of PAM sequence location. Thus, the concomitant introduction of two Cas9/gRNA RNP complexes guided by crRNA-1 and crRNA-2 is expected to excise the silencer element from the RUNX1 locus.
the wild-type PCR product is about 500 bp. Since the intended deletion spans 273 bp, the mutant product is expected to be about 230 bp. This size range enables simple and rapid fragment analysis by capillary gel electrophoresis. A total of 160 initial cell pools were screened and 14 were found to carry the expected deletions with mutant levels of at least 70%. Five pools were then selected for further serial dilutions to identify clones bearing biallelic deletions. Representative electropherograms from cell clones with different levels of mutant products are shown in Figure  2A . The identity of the deletions was verified by Sanger sequencing (Figure 2B) . As expected, indels formed by non-homologous end joining repair of DSBs 33 were observed at the predicted cleavage sites in the deletion clones. These resulted in the amplification of mutant products of varying sizes, which could also be detected by capillary electrophoresis (Figure 2A) .
The RUNX1 gene contains two promoters namely the distal P1 and proximal P2, which are separated by a large intron harboring the silencer element 34 . Three major mRNA transcripts are produced by these promoters: RUNX1c by P1 and RUNX1a and RUNX1b by P2 34 . The nucleotide sequence of RUNX1c and RUNX1b are identical except the former has a unique N-terminus, from which a specific TaqMan gene expression assay can be designed (Figure 3A) . To measure RUNX1b, a TaqMan assay recognizing both RUNX1b and RUNX1c was used (Figure 3A) . RUNX1b levels were then determined by subtracting total RUNX1b/RUNX1c from RUNX1c. RUNX1a is a distinctly shorter isoform due to alternative splicing and a specific TaqMan assay is available for this variant (Figure 3A) . Thus, the activity of the P1 and P2 promoters can be determined individually. Real-time quantitative RT-PCR showed that deletion of the silencer element significantly upregulated the expression levels of both P1-and P2-derived transcripts (Figure 3B) . . GAPDH was used for normalization. * and ** indicate P < 0.05 and P < 0.01, respectively by the Mann-Whitney test. This figure has been modified from Cheng et al. 18 . Please click here to view a larger version of this figure.
Discussion
The CRISPR/Cas9 system has been used in a wide range of genome editing applications such as gene knockout and knock-in studies 35, 36 , transcriptional regulation 37, 38 , genetic engineering of various model organisms 39, 40, 41, 42, 43, 44 and gene therapy 45, 46 . Here, we demonstrate the use of CRISPR/Cas9 to investigate the functional consequences of deleting an intronic silencer on the RUNX1 gene. The delivery of the CRISPR components in our approach did not rely on plasmid DNA, cloning of gRNA or virus but electroporation of preassembled Cas9/gRNA RNP complexes. It has been shown that the use of exogenous DNA can be associated with undesirable integration of foreign vector sequences into the host genome, increased toxicity and low efficiency 25, 47, 48 , whereas virus transduction methods are time-consuming. In addition, prolonged expression of Cas9 from plasmid DNA can augment off-target effects 48 . On the contrary, the direct RNP-based delivery approach has been established as the preferred method as it is fast and straightforward with improved editing efficiency, selectivity and cell viability. Indeed, a variety of methods such as lipofection 49, 50 , electroporation 25, 51 , nanoparticles 52 , cell-penetrating peptides 53 , iTOP 54 and TRIAMF 55 have been developed for efficient CRISPR/Cas9 delivery into diverse cell types as well as animal and plant species 24, 25, 26, 56, 57, 58, 59, 60, 61, 62, 63 . Since non-coding DNA sequences are hotspots of genetic variations 64 , checking the presence of common SNPs/indels in the target and neighboring PAM sequences is particularly relevant when designing gRNA that targets regulatory elements.
A bottleneck in CRISPR/Cas9 genome editing involves screening of desired mutant clones in a large number of samples. We employed fluorescent PCR coupled with capillary gel electrophoresis for the screening as the target mutation is a small genomic deletion of about 300 bp. This method is rapid and sensitive and can be performed in a high-throughput fashion. Also, this method allows accurate estimation of mutant levels and deletion sizes simultaneously. In addition, multiplex analysis of PCR fragments labeled with different fluorescent dyes is supported. We have been routinely using this technique to genotype small insertions/deletions in myeloid neoplasms 65, 66 . In our experience, we can consistently detect fragment sizes that are differ by 4 bp with high precision and mutant burden down to ~3 %. However, it should be noted that this method has a fragment size limit of 1,200 bp, and thus it is not suitable for screening of large deletions. Also, base substitutions (resulting in unchanged fragment size) and potential off-target events in other genomic regions cannot be detected. For the latter, the costly whole genome sequencing is required to comprehensively profile global undesirable changes in the target clones. To adopt our current approach for investigation of large non-coding regulatory sequences (>1,000 bp), a detailed deletion and mutagenesis analyses of putative transcription factor binding sites using in vitro reporter gene assays can be performed beforehand to delineate the minimal functional region for CRISPR/Cas9 editing , it is important to be aware of the existence of alternative promoters in the target gene locus as manipulating regulatory elements may affect the promoters differentially. Thus, transcript variants derived from different promoters need to be measured individually to evaluate any promoter-specific responses. The use of TaqMan probe-based assays is preferred over SYBR Green because of better specificity and reproducibility. If the more advanced digital PCR system is available, transcript quantification can be performed more precisely without the need of standard curve construction.
An important consideration in performing CRISPR/Cas9 experiments in cancer cell lines is the ploidy and target gene copy number in the cells used as virtually all cancer cell lines harbor genetic alterations including structural and copy number variations. In our case, OCI-AML3 has a hyperdiploid karyotype with 45 to 50 chromosomes. Also, the cell line was found to carry a normal RUNX1 copy number as revealed from the Cancer Cell Line Encyclopedia 67 and fluorescence in situ hybridization studies 18 . When targeting a gene with copy number gain, the delivery method may need to be optimized to provide sufficient levels of the CRISPR components for the editing. Also, more clones may need to be screened in order to identify the complete knockouts. Importantly, it has been shown that targeting at amplified genomic regions, particularly those caused by structural rearrangements, can trigger gene-independent antiproliferative responses in cancer cells, leading to falsepositive results in gene functional studies 68, 69, 70 . In this regard, alternative approaches like RNA interference (RNAi) knockdown and/or cDNA overexpression should be employed to verify the CRISPR findings. Also, multiple cell lines should be used to avoid misinterpretation of cell linespecific but gene-independent CRISPR editing effects.
The CRISPR/Cas9 system has revolutionized basic and translational research by providing a simple and efficient means to genome editing. Here we demonstrate the ease of using CRISPR/Cas9 to disrupt an intronic silencer for transcriptional studies in a cancer cell line. This technique allows for the study of CREs at the DNA level and offers the opportunities to examine CRE functions in the endogenous context rather than the traditional heterologous reporter genes. Recently, a CRISPR-based RNA editing system has also been identified 71 and may serve as a novel tool to study CREs by targeting RNA transcribed from the regulatory elements. By combining with chromosome conformation capture techniques, CRISPR/Cas9 will certainly help decipher the involvements of CREs in altered genome organization and gene expression linked to various health problems.
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